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Background: Dengue infection is one of the most important
arthropod-borne viral diseases with large global burden espe-
cially in tropical and subtropical countries. The disease is caused
by dengue virus (DENV) with four distinct serotypes; DENV-1,
-2, -3, -4. As RNA viruses, DENV undergo diverse genetic charac-
teristics as shown by the presence of various genotypes within
serotype. Up to now, dengue has caused major public problem in
all 33 provinces in Indonesian with periodic major outbreak. While
dengue is endemic in Indonesia, only limited information of DENV
genotype is available. Among 33 provinces, Manado the capital city
of North Sulawesi province reported major outbreak throughout
2012. Therefore we conducted study to investigate the distribution
of DENV genotype in Manado, North Sulawesi, Indonesia, in 2012.
Methods & Materials: Serum samples were collected from
patients suspected of dengue infection in Manado. The serum sam-
ples were tested for DENV using RT-PCR. Positive serum samples
were cultured in the C6/36 mosquito cell line for further envelope
gene sequencing. The full-length envelope genewas obtainedusing
primer sets to amplify overlapping fragments of approximately
500-600 base pairs spanning the entire envelope gene sequence.
Phylogenetic analyses were performed by Neighbor Joining using
MEGA 4.0 with 1000 replicates. Known genotype sequence of
DENV-1, DENV-2, DENV-3 and DENV-4 from Indonesia and other
countries obtained fromGenBankwere included in the analyses for
references.
Results:Of 227 serum samples studied, 107 (47%)were positive
DENV by RT-PCR. DENV-2 was predominant followed by DENV-3,
DENV-1 andDENV-4 serotype. Twelve out of 28DENV isolateswere
successfully sequenced for their envelope genes. Seven of these
isolates were DENV-2, three DENV-3 isolates, one DENV-1 and
one DENV-4 isolates. Phylogenetic analyses revealed that DENV-
2 fall into cosmopolitan genotype, while DENV-3 were clustered
together in genotype I. The DENV-1 and DENV-4 were grouped
in genotype I and II, respectively. All of the viruses isolated from
Manado in 2012 were clustered within genotypes that have been
circulating in Indonesia for at least 30 years.
Conclusion: This study found that all four DENV serotypes cir-
culated in Manado were clustered with genotypes that have been
circulating in Indonesia for at least 30 years.
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Background: Pneumocystis jirovecii is an atypical fungus that
causes Pneumocystis pneumonia (PCP) in immunocompromised
individuals, most notably in South Africa among patients with HIV
infection.We aimed to establish the characteristics of patientswith
conﬁrmed Pneumocystis pneumonia recruited by passive, sentinel
laboratory-based surveillance.
Methods & Materials: This study was a prospective, observa-
tional, cross-sectional, laboratory-based sentinel surveillance for
Pneumocystis jirovecii pneumonia. It was conducted in six South
African provinces at 61 hospitals, of which 17 were sentinel sites
where surveillance ofﬁcers collected clinical and demographic data
from cases. A case was deﬁned as a patient with a respiratory tract
specimen thatwas conﬁrmedpositive for P. jirovecii by immunoﬂu-
orescent antibodyor polymerase chain reaction test, either as aﬁrst
diagnosis or ≥30 days after the last conﬁrmed laboratory diagnosis
of PCP. Chi-squared or Fisher’s exact tests were used to compare
categorical variables.
Results: From 2006 through 2010, 1537 cases of PCP were
reported. Eighty-nine percent (460/518) were known to be HIV-
infected, with 57% being a ﬁrst diagnosis of HIV infection. The
case-fatality ratio was 34% (177/525). Recurrent infection occurred
in 25% (100/394) of cases and was signiﬁcantly more common in
the 26-45 year age group compared to children <5 years of age
(odds ratio: 1.7; 95% conﬁdence interval: 1.1-2.8; p =0.04). More
than a third (139/394) of cases had oral candidiasis as a concur-
rent infection. Treatment for tuberculosis was common in cases ≥5
years (37%, 85/229).
Conclusion: PCPwas the AIDS-deﬁning illness inmore than half
of patients detected through laboratory-based surveillance. Most
cases of PCP occurred in infants under one year and adults aged 26
to 45 years. The high mortality rate and number of recurrent cases
is noteworthy. This study may not have reﬂected the full spectrum
of clinical presentations of the disease, as case report forms were
only completed for hospitalized patients at sentinel surveillance
sites.
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